: Mapping Summary. For both biological samples, SFM and AA100, technical replicate libraries were prepared. "Refseq" represents the percentage of reads that mapped to mouse NCBI Refseq database. "Genomic" refers to percentage of reads that were unmapped to the NCBI refseq database but mapped to the genomic locations of mouse including intergenic and intronic locations. "Unmapped" refers to percentage of reads that did not map to either of the databases. Transcriptome coverage represents the number of transcripts with at least 1 uniquely mapped read. 
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